: De novo motif finding. An overview of the bioinformatics processing showing reads that have been sorted, filtered (clean data), and split into 5 random, nonoverlapping subsets of 10,000 reads for motif finding with MEME. The best 5 motifs from each run of MEME are scored against protein-containing and no-protein reads to find motifs with the greatest fold-enrichment. Motifs with 4-fold or greater enrichment are kept as the intermediate motifs.
Reads matching the intermediate motifs are run through MEME again to produce the final motif(s).
